GtaE Errors Corrected by the STIC 
09/ W7. S-JT? W 



ms Branch 

CRF Processing Date: 



SerJaf Number: Ojs fW /. 7 Edlted by: 

I 1 Changed a fife from non-ASCII to ASCI! Verified by: (STIC staff) 

I I Changed the margins in cases where the sequence text was \vrapped" down to the next line. 

I I Edited a format error in the Cunrent Application Data section, specifically: E N T £ ^ £ ^ 

I 1 Edited the Current Application Data section with the actuaJ cunrent number. The number inputted by the 
applicant was □ the prior application data; or □ other . 

I I Added the mandatory heading and subheadings for "Current Application Data". 

I I Edited the "Number of Sequences" field. The applicant spelled out a numberinstead of using an integer. 

I I Changed the spelling of a mandatory field (the headings or subheadings), specifically: 

I I Corrected the SEQ ID NO when obviously incorrect. The sequence numbers that were edited were: 

I J Inserted or corrected a nucleic number at the end of a nucleic line. SEQ ID NO's edited: 

I I Corrected subheading placement. All responses must be on the same line as each subheading. If the 

applicant placed a response below the subheading, this was moved to its appropriate place. 

[ [ Inserted colons after headings/subheadings. Headings edited included: 

I I Deleted extra, invalid, headings used by an applicant, specifically: 

fZ^f Deleted: H^on-ASCII "garbage" at the beqinnin <j?en^of filesj ^D secretary initials/filename at end of file; 

□ page numbers throughout text; □ other invalid text, such as ■ . 

I I Inserted mandatory headings, specifically: ; . 

1 I Corrected an obvious error in the response, specifically: 

I I Edited identifiers where upper case is used but lower case is required, or vice versa. 

I I Corrected an error in the Number of Sequences field, specifically: 

I I A "Hard Page Break" code was inserted by the applicant. All occurrences had to be deleted. 

I I Deleted ending stop codon in amino acid sequences and adjusted the "(A)Length:" field accordingly (error 
due to a Patentln bug). Sequences corrected: : _ 

I I Other: 



'Examiner: The above corrections must be communicated to the applicant in the first Office 
Actfon. DO NOT send a copy of this form. 3/1/95 



RAW SEQUENCE LISTING 

PATENT APPLICATION : US/09/787,559 



DATE: 04/04/2001 
TIME: 11:26:47 



Input Set : A:\Cpg.pto 

Output Set: N:\CRF3\04042001\I787559.raw 
3 <110> APPLICANT: Kramer, Michael 

5 <120> TITLE OF INVENTION: Regulatory Protein from Keratinoctyes 

7 <130> FILE REFERENCE: KMl/PCT 
C--> 9 <140> CURRENT APPLICATION NUMBER: US/09/787,559 
C--> 10 <141> CURRENT FILING DATE: 2001-03-19 

12 <150> PRIOR APPLICATION NUMBER: DE19842863.4 

13 <151> PRIOR FILING DATE: 1998-09-19 
15 <160> NUMBER OF SEQ ID NOS : 4 

17 <170> SOFTWARE: Patentln Ver. 2.1 

19 <210> SEQ ID NO: 1 

20 <211> LENGTH: 2533 

21 <212> TYPE: DNA 

22 <213> ORGANISM: Homo sapiens 

24 <400> SEQUENCE: 1 

25 ggcacccagg tgcgcgcgga gccatggtta tcatgtcgga gttcagcgcg gaccccgcgg 60 

26 gccagagtca gggccagcag aagcccctcc gggtgggttt ttacgacatc gagcggaccc 120 

27 tgqgcaaagg caacttcgcg gtgqtgaagc tgqcgcggca tcgagtcacc aaaacgcagg 180 

28 ttgcaataaa aataattgat aaaacacgat tagattcaag caatttggag aaaatctatc 240 

29 gtgaggttca gctgatgaag cttctgaacc atccacacat cataaagctt taccaggtta 300 

30 tggaaacaaa ggacatgctt tacatcgtca ctgaatttgc taaaaatgga gaaatgtttg 360 

31 atlatttgac ttccaacggg cacctgagtg agaacgaggc gcggaagaag ttctggcaaa 420 

32 tcctgtcggc cgtggagtac tgtcacgacc atcacatcgt ccaccgggac ctcaagaccg 4 80 
3 3 agaacctcct gctggatggc aacatggaca tcaagctggc agattttgga tttgggaatt 540 

34 tctacaagtc aggagagcct ctgtccacgt gytgtgggag ccccccgtat gccgccccgg 600 

35 aagtctttga ggggaaggag tatgaaggcc cccagctgga catctggagc ctgggcgtgg 660 

3 6 tgctgtacgt cctggtctgc ggttctctcc ccttcgatgg gcctaacctg ccgacgctga 720 

37 gacagcgggt gctggagggc cgcttccgca tccccttctt catgtctcaa gactgtgaga 780 

38 gcctgatccg ccgcatgctg gtggtggacc ccgccaggcg catcaccatc gcccagatcc 840 

39 ggcagcaccg gtggatgcgg gctgagccct gcttgccggg acccgcctgc cccgccttct 900 

40 ccgcacacag ctacacctcc aacctgggcg actacgatga gcaggcgctg ggtatcatgc 960 

41 agaccctggg cgtggaccgg cagaggacgg tggagtcact gcaaaacagc agctataacc 1020 

42 actttgctgc catttattac ctcctccttg agcggctcaa ggagtatcgg aatgcccagt 1080 

43 gngccogccc cgggcctgcc aggcagccgc ggcctcggag ctcggacctc agtggtttgg 114 0 

44 aggtgcctca ggaaggtctt tccaccgacc ctttccgacc tgccttgctg tgcccgcagc 1200 

45 cgcagacctt ggtgcagtcc gtcctccagg ccgagatgga ctgtgagctc cagagctcgc 1260 

4 6 tgcagtggcc cttgttcttc ccggtggatg ocagctgcag cggagtgttc cggccccggc 1320 

47 ccgtgtcccc aagcagcctg ctggacacag ccatcagtga ggaggccagg caggggccgg 1380 

48 gcctagagga ggagcaggao acgcaggagt ccctgcccag cagoacgggc cggaggcaca 1440 

49 ccctggccga gqtctccacc cqcctctccc cactcaccqc gccatqtata gtcqtctccc 1500 

50 cctccaccac ggcaagtcct gcaqagggaa ccagctctga cagttgtctg accttctctg 1560 

51 c;gagcaaaag oocngegygg r;tcayi;ggca ccccggcoao toagyggotg ciigggcgcct 1620 

52 gctccccggt caggctqqcc tcgcccttcc tggggtcgca gtccgccacc ccagtgctgc 1680 

53 aggctcaggg gggcttggga ygagctgttc tgctccctgt cagcttccag gaggyacggc 174 0 

54 gggcgtcgga cacctcactg actcaagggc tgaaggcctt tcggcagcag ctgaggaaga 1800 

55 ccacgcggac caaagggttt ctgggactga acaaaatcaa ggggctggct cgccaggtgt 1860 

56 gccaggtccc tgccagccgg gceagcaggg gcggcctgag ccccttccac goccctgcac 1920 

57 agagcccagg cctycacggc ggcgcayccg gcagccggga gygctggagc ctgctggagg 1980 
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58 aggtgctaga gcagcagagg ctgctccagt tacagcacca cccggccgct gcacccggct 2040 

59 gctcccaggc cccccagccg gcccctgccc cgtttgtgat cgccccctgt gatggcccty 2100 

60 gggctgcccc gctccccagc accctcctca cgtcggggct cccgctgctg ccgcccccac 2160 

61 tcctgcagac cggcgcgtcc cccgtggcct cagcggcgca gctcctggac acacacctgc 2220 

62 acattggcac cggccccacc gccctccccg ctgtgccccc accacgcctg gccaggctgg 2280 

63 ccccaggttg tgagcccctg gggctgctgc agggggactg tgagatggag gacctgatgc 2340 

64 cctgctccct aggcacgttt gtcctggtgc agtgagggca gccctgcatc ctggcacgga 2400 

65 cactgacLct tacagcaata acttcagagg aggtgaagac atctggcctc aaagccaaga 2460 
66' actttctaga agcgaaataa goaatacgtt aggtgttttg gcgaaaaaaa aaaaaaaaaa 2520 
67 aaaaaaaaaa aaa 2533 

71 <210> SEQ ID NO: 2 

72 <211> LENGTH: 790 

73 <212> TYPE: PRT 

74 <213> ORGANISM: Homo sapiens 

76 <220> FEATURE: 

77 <223> OTHER INFORMATION: Serine/Threonine kinase motif 
79 <220> FEATURE: 

00 «c223> OTHER INFORMATION: 4 Tyrosine kinase phosphorylation sites 

82 <220> FEATURE": 

83 <22*3>- OTHER INFORMATION: Kinase domain with ATP-binding site 

85 <400> SEQUENCE: 2 

86 His Pro Gly Ala Arg Gly Ala Met Val He Met Ser Glu Phe Ser Ala 

87 1 5 10 15 

09 Asp Pro Ala Gly Gin Ser Gin Gly Gin Gin Lys Pro Leu Arg Val Gly 
90 20 25 30 

92 Phe Tyr Asp He Glu Arg Thr Leu Gly Lys Gly Asn Phe Ala Val Val 

93 35 40 45 

95 Lys Leu Ala Arg His Arg Val Thr Lys Thr Gin Val Ala He Lys He 

96 50 55 60 

98 He Asp Lys Thr Arg Leu Asp Ser Ser Asn Leu Glu Lys He Tyr Arg 



99 
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